ABSTRACT Clostridium estertheticum subsp. laramiense type strain DSM 14864 (ATCC 51254) was isolated from vacuum-packaged refrigerated spoiled beef. This report describes the generation and annotation of the 5.0-Mb draft genome sequence of C. estertheticum subsp. laramiense DSM 14864 T .
hydrolase (GH), 34 glycosyltransferase (GT), 6 polysaccharide lyase (PL), 11 carbohydrate esterase (CE), and 20 carbohydrate-binding protein module (CBM) families. Overall, approximately 3% of the DSM 14864 T genome (132 coding sequences [CDSs] ) is predicted to encode either secreted or intracellular proteins dedicated to carbohydrate and polysaccharide degradation. Interestingly, the enzymatic profiles of DSM 14864 T and the well-characterized strain C. estertheticum DSM 8809 T (ATCC 51377 T ) (2) are almost identical, as both are equipped to utilize many oligosaccharides and monosaccharides as substrates for growth and encode a large repertoire of enzymes predicted to metabolize complex insoluble polysaccharides such as xylan and pectin.
The genome sequence of Clostridium estertheticum subsp. laramiense strain DSM 14864 T (ATCC 51254 T ) reported here is a valuable resource for future studies investigating the bacterial genetic mechanisms associated with BPS. In order to improve the phylogenetic resolution of the genus Clostridium and improve our limited knowledge of meat spoilage caused by C. estertheticum, future efforts should focus on the generation of complete genomes across a wider range of Clostridium species.
Data availability. The genome sequence and associated data for Clostridium estertheticum subsp. laramiense type strain DSM 14864 (ATCC 51254) were deposited under GenBank accession number WBOE00000000, BioProject number PRJNA574489, and Sequence Read Archive (SRA) accession number SRR10193440.
